Supplemental
. Phylogenetic analysis of FTHFS sequences used for UniFrac analysis. Tree constructed using 301 unambiguous, aligned amino acids and the PhyML maximum likelihood algorithm. Scale bar indicates 0.1 changes per alignment position. As the PCR primers used in these studies specifically target acetogen-like FTHFS types, UniFrac analyses were conducted for both the Lovell cluster only (node A) and for the Lovell cluster plus the Clone E, C. acidiurici and M. thermoacetica groups. Clones affiliated with non-target groups such as Bacteroidetes, sulfate-reducing Proteobacteria, and most non-acetogenic Firmicutes were judged to represent non-specific amplification events and were excluded from the analysis. The number of RFLP types represented by each sequence is listed; for C. secundus and R. santonensis, abundances were published at the phylotype only, so the total number of hits was distributed amongst the representative clones for each group. 
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